ABSTRACT Reported herein is the draft genome sequence of equine-origin Lawsonia intracellularis strain E40504, an obligate intracellular bacterium and the etiological agent of equine proliferative enteropathy. The 1.69-Mb draft genome sequence includes 1,380 protein-coding genes and 49 RNA genes, and it lacks a genomic island reported in swine-origin L. intracellularis strain PHE/MN1-00.
identified included 1,380 protein-coding genes, 49 RNA genes (42 tRNAs, 3 rRNAs, and 4 noncoding RNAs [ncRNAs]), and 27 pseudogenes. Compared with swine-origin strain PHE/MN1-00, the equine-origin strain E40504 showed 99.63% nucleotide identity. The alignment of the genomes suggests that, similar to the swine-origin strain, this equineorigin strain possibly also contains multiple plasmids. The 18-kb prophage-associated genomic island previously described in low-passage-number swine-origin L. intracellularis strains (6) was confirmed to be absent in this equine-origin strain E40504. It has been suggested that this genomic island may have contributed to the ecological specialization of this pathogen for the swine host species (6) . Accession number(s). This draft genome sequence has been deposited in DDBJ/ ENA/GenBank under the accession number MTPJ00000000. The version described in this paper is the first version.
